Here we announce a 3.0-Mb assembly of the Bacillus coagulans Hammer strain, which is the type strain of the species within the genus Bacillus. Genomic analyses based on the sequence may provide insights into the phylogeny of the species and help to elucidate characteristics of the poorly studied strains of Bacillus coagulans.
xylose isomerase, which initializes the utilization of xylose, prevents B. coagulans Hammer from producing lactic acid from low-cost xylose. The genome sequence contains a series of membrane transport systems, including 20 CDSs involved in ATP-binding cassette transporters and 22 CDSs involved in protein translocation, but there is not a complete phosphotransferase system (PTS). The genome also contains about 10 CRISPR-associated proteins, as well as four CRISPR repeats, which may constitute a defense mechanism that allows the host bacterium to survive exposure to foreign genetic elements.
Nucleotide sequence accession numbers. The results of this whole-genome shotgun project have been deposited at DDBJ/ EMBL/GenBank under the accession number ALAS00000000. The version described in this paper is the first version, ALAS01000000.
